On the optimization principle in phylogenetic analysis and the minimum-evolution criterion.
This paper discusses the optimization principle in phylogenetic analysis, in the case of distance data. We argue that the use of this principle cannot be called into question, except for computing time reasons. We show that the minimum-evolution criterion is not perfectly suited for distance data estimated from sequences, and we present another approach, implemented in the BIONJ algorithm, which allows the data features to be taken into account, while being less demanding in computing time. Simulations show that BIONJ significantly outperforms NJ.